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Dear Fans: 

The reviews a r r i v e d  s h o r t l y  a f t e r  1 l a s t  wrote  t o  you. The g i s t  of t h e  
l e t te r  from Climbon was t h a t  t h e  p a p e r  was a c c e p t a b l e  hut  t h a t  we needed t o  
respond t o  t h e  cornents c a r e f u l l y .  IJe d i d  so both i n  a tonp l e t t e r  t o  Chanbon 
and i n  a r e v i s i o n  of t h e  manuscript ,  ?\'e d i d  sone a n a l y s i s  of t h e  source  of 
nonkeys and t h e  r e l i a b i l i t y  of t h e  c l a s s i f i c a t i o n  and concluded t h a t  t h e r e  vas 
l i t t l e  r e a s o n  t o  doubt t h e  s p e c i e s  d e s i g n a t i o n ,  The d a t a  a re  f i r r e s t  f o r  t h e  
a n f r a l s  a t  t h e  N C I  colony a t  13aa%elton. A X m ,  t h e  chromosome numbers a r e  a good 
indlca t - ton  f o r  t h e  a n i n a l s  from NA. The whole c l a s s t f i c a t i o n  of the genus i s  
n o t  i n  great shape;  d i f f e r e n t  "s tandard"  and up-to-date r e f e r e n c e s  l i s t  d i f f e r e n t  
numbers of species. lay now we've looked a t  about  2[! I n d i v i d u a l s  wi thout  f i n d i n g  
the same p a t t e r n  twice (except for the o f f s p r f n g  of t h e  c r o s s )  and  i t  seems 
h i g h l y  u n l i k e l y  t h a t  each of them is a R i f f e r e n t  species. The l a r g e s t  species 
ntimber given for t h e  gentis is 2 2  a l t h o u q h  a n o t h e r  source says 12. 

Regarding t h e  l i k e l i h o o d  of i n t e r s p e r s i o n  of t h e  sequence account ing  f o r  
t h e  r e s u l t s ,  we marsha l led  t h e  evidence avai lable .  It is very  s t r o n g l y  a g a i n s t  
i n t e r s p e r s i o n .  There t s  t h e  i n  s i t u  h y h r i d i z a t i o n  to centromeres ,  t h e  f a c t  
t h a t  some 6 base pa i r  c u t t e r s  leave a l l  t h e  s a t e l l i t e  (deca)  i n  very  l a r g e  pieces, 
t h e  c l o s e  a s s o c i a t i o n  w i t b  a l p h a  s a t e l l i t e .  Flowever, t u r n i n g  t h e  argument around,  
it could he  that t h e r e  i s  a sequence i n t e r s p e r s e d  i n  d e c a - s a t e l l . i t e  t h a t  accounts  
for the  varyfng p a t t e r n s .  I f  t h a t  is so, t h e n  we n i g h t  d e f i n e  a donain t h a t  
Incl t ides  cfecn an8 a n o t h e r  seqtience, and t h e n  we have t o  a r g u e  t h a t  t h a t  domain i s  
c o n s t a n t l y  chanqing, which b o i l 8  down t o  t h e  s a n e  tbinR. 

It s e e m  c l e a r  t h a t  R i s  mcfi more ahundant i n  t h e  nouse genome t h a n  t h e  3' 
end of Kpn is i n  primates. Another d i f f e r e n c e  between t h e  f a m i l i e s  seems t o  
exist, I ln l ike  Kpn sequences v h i c h  are abundant i n  n u c l e a r  RNA, YIF fami ly  
sequences are a p p a r e n t l y  hard  t o  f i n d  i n  most mouse c e l l  n u c l e a r  PNA a c c o r d i n g  
tQ a seminar  M a r s h a l l  Z d q e l l  pave u s  r e c e n t l y .  

I ' n  off f o r  two months l e a v e  t o  work on t h e  book hoping t o  make s u b s t a n t i a l  
p rogress .  Eave a Rood sunner  and send my recards to a l l .  

S i n c e r e l y ,  

Maxine S l n q e r  


